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192 



144 



96 
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tgg aag tta gat gtt gca aca gat aat ttt ttc caa aat cct gaa ctt 
Trp Lys Leu Asp Val Ala Thr Asp Asn Phe Phe Gin Asn Pro Glu Leu 
65 70 75 80 

tat ata cga gag agt gta aaa gga tea ttg gac agg aag aag tta gaa 
Tyr lie Arg Glu Ser Val Lys Gly Ser Leu Asp Arg Lys Lys Leu Glu 
85 90 " 95 

cag ctg tac aat aga tac aaa gac cct caa gat gag aat aaa att gga 
Gin Leu Tyr Asn Arg Tyr Lys Asp Pro Gin Asp Glu Asn Lys lie Gly 
100 105 110 

ata gat ggc ata cag cag ttc tgt gat gac ctg gca etc gat cca gec 
lie Asp Gly lie Gin Gin Phe Cys Asp Asp Leu Ala Leu Asp Pro Ala 
115 120 125 

age att agt gtg ttg att att gcg tgg aag ttc aga gca gca aca cag 
Ser lie Ser Val Leu He He Ala Trp Lys Phe Arg Ala Ala Thr Gin 
130 135 140 

§=#, tgc gag ttc tec aaa cag gag ttc atg gat ggc atg aca gaa tta gga 

f«* Cys Glu Phe Ser Lys Gin Glu Phe Met Asp Gly Met Thr Glu Leu Gly 

S 145 150 155 160 

fhi tgt gac age ata gaa aaa eta aag gec cag ata ccc aag atg gaa caa 

lyj Cys Asp Ser He Glu Lys Leu Lys Ala Gin He Pro Lys Met Glu Gin 

£ 165 170 175 

k 

ip gaa ttg aaa gaa cca gga cga ttt aag gat ttt tac cag ttt act ttt 

Glu Leu Lys Glu Pro Gly Arg Phe Lys Asp Phe Tyr Gin Phe Thr Phe 
» 180 185 190 

I* 

fij aat ttt gca aag aat cca gga caa aaa gga tta gat eta gaa atg gec 

h | Asn Phe Ala Lys Asn Pro Gly Gin Lys Gly Leu Asp Leu Glu Met Ala 

? \ 195 200 205 

S3 att gee tac tgg aac tta gtg ctt aat gga aga ttt aaa ttc tta gac 

§■* He Ala Tyr Trp Asn Leu Val Leu Asn Gly Arg Phe Lys Phe Leu Asp 

210 215 220 

tta tgg aat aaa ttt ttg ttg gaa cat cat aaa cga tea ata cca aaa 
Leu Trp Asn Lys Phe Leu Leu Glu His His Lys Arg Ser lie Pro Lys 
225 230 235 240 

gac act tgg aat ctt ctt tta gac ttc agt acg atg att gca gat gac 
Asp Thr Trp Asn Leu Leu Leu Asp Phe Ser Thr Met He Ala Asp Asp 
245 250 255 

atg tct aat tat gat gaa gaa gga gca tgg cct gtt ctt att gat gac 
Met Ser Asn Tyr Asp Glu Glu Gly Ala Trp Pro Val Leu He Asp Asp 
260 265 270 

ttt gtg gaa ttt gca cgc cct caa att get ggg aca aaa agt aca aca 
Phe Val Glu Phe Ala Arg Pro Gin He Ala Gly Thr Lys Ser Thr Thr 
275 280 285 



acagaaaatt gcacagtcaa tttctgctgg ctggactgaa ctgaagatca atcctcacaa 977 
ttcagactga gggttgagac aaaactttaa ggatacatct tggaccatat cgtatttcat 1037 
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tcttctaatg 


gtggtttggg 


cttgtcttct 


agtctgggcc 


gctctaaaca 


tttataattc 


1097 


caacattgtg 


gatttcatct 


tatatctgtg 


gaccatccta 


gtttattctc 


ccataagtct 


1157 


tagaagcttt 


atggtgatta 


ttttgaggtt 


ttcattctcg 


cataaagcac 


aatgctgtct 


1217 


tcatcagaaa 


acagttggca 


taagaattaa 


acatatgaac 


atcacaaaac 


aatttataaa 


1277 


aacttcttaa 


atatacgctt 


tgggctagtt 


gcaaagacta 


tgctaatagc 


acttccagtg 


1337 


agagtgatat 


atttaagtgt 


actggatctg gaatggtgtt 


ttggtttggg 


gggaattttt 


1397 


tttttttcct 


ggcaaatcac 


atgtgttgtt 


gatgtgagta 


tctgatgaaa 


aaacaatgtc 


1457 


agaataaccg 


acatgaaaat 


tttttaggat 


aacttggtgc 


ctacctgaaa 


aatgtattgt 


1517 


gttttagact 


cttgatttca 


aaaggttcca 


cagaactagt 


ctgcgcttac 


cttacccatg 


1577 


tttatatata 


gctgtcctac 


agggagcttt 


tatttagaaa 


atgtctgcat 


aatgttagat 


1637 


tcttctcctg 


tctacattat 


gcactacata 


attggacttc 


attatgcttt 


tgaaatgctt 


1697 


atctgcctgt 


cacataagtt 


aaactattta 


atttgttttg 


aatgttttgg 


attgctacac 


1757 


aatacaatat 


tctaaattta 


ggcatgaggg tttttttgtt 


ttgtttttac 


tttttttttg 


1817 


tcatcgcact 


atggaacaca 


aatggaattc 


tcttaattta 


taagaagata gttgcagtta 


1877 


aattttgaaa 


atggttgtaa 


tgagccatga 


agttcaatct 


ttataatata 


ggtactgctc 


1937 


tttcagacaa 


atagtccatt 


ttcgatgact 


tattattttg 


ttgaaattgc 


tttaactgct 


1997 


aatcactgtg 


gttgccaaat 


atttacttca 


ggagcaaaga 


ttttcaaaca 


agcatacacg 


2057 


atgcaaaata 


ccaatctggc 


ttctagtctc 


tttactgttt 


tcgtttcact 


cagattagct 


2117 


cagttttctc 


atcaaagcag 


aatgctatct 


tgtatgtatt 


tttttcatta 


caagccccat 


2177 


gagctgcttt 


tatgctgaaa 


atggtcattt 


ccctgttcac 


ttactgacat 


gtgaagaagg 


2237 


gtttcttgct 


ttcttaaaca 


tttccgtaag 


gcaggctaga 


aatgtaatac 


ttcaaatgtt 


2297 


tgatgattat 


ggtcttttga 


taggaataga 


ttctgcttgg 


gatatatatc 


caggcactct 


2357 


ctaaggtcta 


gggttgatat 


taacaaagga 


atgtacttag 


aatagcagta 


cattttatgc 


2417 


aaatatggaa 


attattttaa 


gaaacaatga 


catatcaaaa 


ctgcttttta 


catgattttg 


2477 


aaatagacta 


gaaagctttc 


cctatagaca 


tattaatatt 


ccaatcataa 


ctttaattca 


2537 


agaatgcagt 


tttaccaaaa 


gaaaaatttg 


aaaatttcta 


ttcaggctac 


tggaattggt 


2597 


tattaaaaga 


aaaaggaaaa 


agaagaatct 


tgctgctttc 


agtatttcct 


gatttttttg 


2657 


taaatataaa 
ctatatatat 


gaggaacttc 
gtactgtttt 


aattatgaaa 
gtttcctgtc 


aatttttaaa 
ttgaagattt 


agatatatat atctatatat 
tgagttatgg ttattggttt 


2717 


cagattgatt 


aattcacata 


tgctgtgttt 


tgaaatgaga 


tcccattagc 


tttttttttt 


2837 


tttttttttt 


ttcaatataa 


agtgttttct 


ttaaaagtca 


tattggttcg 


tggcctagtg 


2897 


ccttggattt 


tacatatttt 


tctttttaaa 


tgcaaaacct 


tttcaacaaa 


atagtgtttg 


2957 


tcatcaggtt 


ggtactaaac 


atttataatt 


actgtgtaat 


tataaacaaa 


aatacataaa 


3017 
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gctttgaata 


taattatgta 


gcataaaagt 


taaggttgtt 


cactatgatg 


gcatcttaga 


3077 


attaaacaaa 


acttttacta 


gggctgaaaa 


gagaagactg 


atttaatgtg 


gtgtgattat 


3137 


tctgaagata 


aatgtctggc 


tacagggaat 


attttgtact 


aaaaaatgat 


tacacatatg 


3197 


gctgtgtgtg 


tttgagtctg 


tgtctgtgag 


agagccagag 


agagtgagag 


agattgacag 


3257 


agaaagggag 


agacacacac 


acgccccttg 


aattgcttta 


actcctaagt 


gtttcagtcc 


3317 


tcattccggt 


aaactcccca 


tgctgattct 


ttgttttaaa 


ctgaaccata 


ggtacagttt 


3377 


cctttttgcc 


aaatgtcaaa 


acaggtacaa 


attttaaaat 


gtaatgcttt 


ttaaatagaa 


3437 


aaatgtataa 


aattagaagt 


gcccacatat 


aaaaaatact 


tgagatgaag 


attatcttta 


3497 


gtgaatatca 


tctgcatatc 


tctgtaagtt 


caattgtgtt 


tcttacagtc 


cctgtcatat 


3557 


taccaacaga 


ggcaataaaa 


gctgcagtga 


aattgaaaaa 


aaaaaaaaaa 


aa 


3609 



<210> 4 

<211> 289 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Gly Gin Ala Arg Glu Arg Ser Arg Arg Arg Arg Arg Arg Pro Phe Ala 
1 5 10 15 

Ala Glu Pro Glu Glu Glu Gly Arg Gly Leu Glu Asp Thr Asn Met Asn 
20 25 30 

Lys Leu Lys Ser Ser Gin Lys Asp Lys Val Arg Gin Phe Met lie Phe 
35 40 45 

Thr Gin Ser Ser Glu Lys Thr Ala Val Ser Cys Leu Ser Gin Asn Asp 
50 55 60 

Trp Lys Leu Asp Val Ala Thr Asp Asn Phe Phe Gin Asn Pro Glu Leu 
65 70 75 80 

Tyr lie Arg Glu Ser Val Lys Gly Ser Leu Asp Arg Lys Lys Leu Glu 
85 90 95 

Gin Leu Tyr Asn Arg Tyr Lys Asp Pro Gin Asp Glu Asn Lys lie Gly 
100 105 110 

lie Asp Gly lie Gin Gin Phe Cys Asp Asp Leu Ala Leu Asp Pro Ala 
115 120 125 

Ser lie Ser Val Leu lie lie Ala Trp Lys Phe Arg Ala Ala Thr Gin 
130 135 140 

Cys Glu Phe Ser Lys Gin Glu Phe Met Asp Gly Met Thr Glu Leu Gly 
145 150 155 160 

Cys Asp Ser He Glu Lys Leu Lys Ala Gin He Pro Lys Met Glu Gin 
165 170 175 

Glu Leu Lys Glu Pro Gly Arg Phe Lys Asp Phe Tyr Gin Phe Thr Phe 
180 185 " 190 

Asn Phe Ala Lys Asn Pro Gly Gin Lys Gly Leu Asp Leu Glu Met Ala 



195 

lie Ala Tyr Trp Asn Leu 
210 

Leu Trp Asn Lys Phe Leu 
225 230 

Asp Thr Trp Asn Leu Leu 
245 

Met Ser Asn Tyr Asp Glu 
260 

Phe Val Glu Phe Ala Arg 
275 

Val 



200 

Val Leu Asn Gly Arg Phe 
215 220 

Leu Glu His His Lys Arg 
235 

Leu Asp Phe Ser Thr Met 
250 

Glu Gly Ala Trp Pro Val 
265 

Pro Gin He Ala Gly Thr 
280 



205 

Lys Phe Leu Asp 



Ser He Pro Lys 
240 

He Ala Asp Asp 
255 

Leu He Asp Asp 
270 

Lys Ser Thr Thr 
285 



